FIG. 1A 



1 agggagaggc agtgaccatg aaggctgtgc tgcttgccct gttgatggca 

51 ggcttggccc tgcagccagg cactgccctg ctgtgctact cctgcaaagc 

101 ccaggtgagc aacgaggact gcctgcaggt ggagaactgc acccagctgg 

151 gggagcagtg ctggaccgcg cgcatccgcg cagttggcct cctgaccgtc 

201 atcagcaaag gctgcagctt gaactgcgtg gatgactcac aggactacta 

251 cgtgggcaag aagaacatca cgtgctgtga caccgacttg tgcaacgcca 

301 gcggggccca tgccctgcag ccggctgccg ccatccttgc gctgctccct 

351 gcactcggcc tgctgctctg gggacccggc cagcta tag g ctctgggggg 

401 ccccgctgca gcccacactg ggtgtggtgc cccaggcctt tgtgccactc 

451 ctcacagaac ctggcccagt gggagcctgt cctggttcct gaggcacatc 

501 ctaacgcaag tttgaccatg tatgtttgca ccccttttcc ccnaaccctg 

551 accttcccat gggccttttc caggattccn accnggcaga tcagttttag 

601 tganacanat ccgcntgcag atggcccctc caaccntttn tgttgntgtt 

651 tccatggccc agcattttcc acccttaacc ctgtgttcag gcacttnttc 

701 ccccaggaag ccttccctgc ccaccccatt tatgaattga gccaggtttg 

751 gtccgtggtg tcccccgcac ccagcagggg acaggcaatc aggagggccc 

801 agtaaaggct gagatgaagt ggactgagta gaactggagg acaagagttg 

851 acgtgagttc ctgggagttt ccagagatgg ggcctggagg cctggaggaa 

901 ggggccaggc ctcacatttg tggggntccc gaatggcagc ctgagcacag 

951 cgtaggccct taataaacac ctgttggata agccaaaaaa aaaaaaaa 



FIG. IB 

MKAVLLALLMAGLALQPGTALLCYSCKAQVSNEDCLQV 
ENCTQLGEQCWTARIRAVGLLTVISKGCSLNCVDDS 
QDYYVGKKNITCCDTDLCNASGAHALQPAAAILALLPAL 
GLLLWGPGQL 
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FIG. 2 

ATGAAGACAGTTTTTTTTATCCTGCT6GCCACCTACTTAGCCCT6CATCCAGGTGCTGCT 

+ + + + + + 

TACTTCTGTCAAAAAAAATAGGACGACCGGTGGATGAATCGGGACGTAGGTCCACGACGA 

MKTVFFILLATYLALHPGAA 

CTGCAGTGCTATTCATGCACAGCACAGATGAACAACAGAGACTGTCTGAATGTACAGAAC 

+ + + + + + 

GACGTCACGATAAGTACGTGTCGTGTCTACTTGTTGTCTCTGACAGACTTACATGTCTTG 

LQCYSCTAQMNNRDCLNVQN 

TGCAGCCTGGACCAGCACAGTTGCTTTACATCGCGCATCCGGGCCATTGGACTCGTGACA 

I2i + + + + + + 180 

ACGTCGGACCTGGTCGTGTCAACGAAATGTAGCGCGTAGGCCCGGTAACCTGAGCACTGT 

CSLDQHSCFTSRIRAIGLVT 

GTTATCAGTAAGGGCTGCAGCTCACAGTGTGAGGATGACTCGGAGAACTACTATTTGGGC 

181 + + + + + — --+ 240 

CAATAGTCATTCCCGACGTCGAGTGTCACACTCCTACTGAGCCTCTTGATGATAAACCCG 

VISKGCSSQCEDDSENYYLG 

AAGAAGAACATCACGTGCTGCTACTCTGACCTGTGCAATGTCAACGGGGCCCACACCCTG 

241 + + + + + + 300 

TTCTTCTTGTAGTGCACGACGATGAGACTGGACACGTTACAGTTGCCCCGGGTGTGGGAC 

KKNITCCYSDLCNVNGAHTL 

AAGCCACCCACCACCCTGGGGCTGCTGACCGTGCTCTGCAGCCTGTTGCTGTGGGGCTCC 

301 + + + + + + 360 

TTCGGTGGGTGGTGGGACCCCGACGACTGGCACGAGACGTCGGACAACGACACCCCGAGG 

KPPTTLGLLTVLCSLLLWGS 

AGCCGTCTGTAGGCTCTGGGAGAGCCTACCATAGCCCGATTGTGAAGGGATGAGCTGCAC 

361 + + + + + + 420 

TCGGCAGACATCCGAGACCCTCTCGGATGGTATCGGGCTAACACTTCCCTACTCGACGTG 

S R L * 

TCCACCCCACCCCCACACAGG 

421 + +- 441 

AGGTGGGGTGGGGGTGTGTCC 



FIG. J 
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FIG. 11 C 
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PSCA IMMUNOSTAINING OF PRIMARY TUMORS 




patient 3:mAb 1G8 patient 4:mAb 3E6 



FIG. 22 
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FIG. 37 



NORMAL: ISOTYPE CONTROL NORMAL: PSCA mAb 3E6 
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FIG. 51 




GST-PSCA 18-98 (ng/ml) 



Sample OD+range (n=2) ng/ml 

vector 0.005+0.001 ND 

vector+hu serum 0.004+0.001 ND 

secPSCA 2.695+0.031 32.92 

secPSCA+hu serum 2.187+0.029 26.55 
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